Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.004 Å; R factor = 0.019; wR factor = 0.040; data-to-parameter ratio = 21.6.
Related literature
For the refinement based on a unit cell half as large, see : Ng (2009) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010) . (2) Å]. In the standard P2 1 2 1 2 setting, the structure refines smoothly, without disorder, to a final R index of 0.019 (Fig. 1) . The disorder is an artifact of halving one of the axis, and a chemically reasonable model coincidentally arose owing to the nature of both the planar cation and linear anion.
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Experimental
The diffraction measurements were those used in the previous study (Ng, 2009) . Measurements on another different specimen gave the same refinement results, especially with respect to the 0.5 Flack parameter.
Refinement
Carbon-bound H-atoms were placed in calculated positions (C-H 0.95 Å for the aromatic H-atoms and 0.98 Å for the methyl H-atoms) and were included in the refinement in the riding model approximation, with U(H) set to 1.2 to 1.5U(C).
The ammonium H-atom was located in a difference Fourier map, and was refined without a restraint.
The structure is a racemic twin; the Flack parameter was refined on 999 Friedel pairs. Figures   Fig. 1 . The molecular structure of (I) at the 70% probability level; hydrogen atoms are drawn as spheres of arbitrary radius.
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